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Abstract 
Genetic structure of hatchery population of Thai pangas (Pangasius hypophtha1mus) of 
J essore region, Bangladesh has been investigated from 1 January 2004 to 31 December 
2004. Samples for this study were collected from five fish hatcheries viz. Asrom, Banchte 
Shekha, Chowdhury, Maola and Rezaul Haque. The enzymes were encoded by 15 gene 
loci: Adh-1*, Est-1*, GJpdh-2*, Gpi-1*, Gpi-2*, Idhp-1*, Idhp-2*, Ldh-1*, Ldh-2*, 
Mdh-1*, Mdh-2*, Pgm*, Sdh-1*, Sdh-2*and Sod*. Among them four (Est-1*, GJpdh-2*, 
Gpi-2*and Pgm*)were found to be polymorphic in different populations but only Gpi-
2* was polymorphic in all the sampled populations. The mean proportion of 
polymorphic loci per population was the highest (26.7%) in Banchte Shekha hatchery 
while the mean proportion of heterozygous loci was 13.33% per individual in Banchte 
Shekha and Maola hatcheries. The UPGMA dendrogram of Nei's (1972) genetic 
distances indicated a relationship between the genetic distance and geographical 
difference. High genetic variability in stocks of Thai pangas was observed in the Banchte 
Shekha and Maola hatcheries and less variability was found in the other three hatcheries. 
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Research findings 
e Among 15 loci only Gpi-2*showed heterozygosity in all the populations studied. 
• The mean proportion of polymorphic loci per population was the highest (26.7%) in 
Banchte Shekha population and the mean proportion of heterozygous loci per 
individual was found to be higher (13.33) in both Bachte Shekha and Maola 
population. 
Ell Based on Nei's (1972) genetic distance, the UPGMA showed that five populations 
belong to three clusters, each separated from the other by genetic distance valueD = 
0.152 (Fig. 1). Cluster-! consisted of Asrom, Chowdhury and Rezaul Haque 
populations, cluster-II of Banchte Shekha population and cluster-II of Maola 
population. 
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• The results suggest that the Banchte Shekha hatchery stock has the higher genetic 
variability than the other hatcheries. 
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Fig. l. UPGMA dendogram derived from Nei's genetic distance among five populations of Thai pangas. 
e Genetic marking technique through allozyme analysis can be applied in 
identification of the status of the Thai pan gas populations. 
e For breeding and quality seed production, Thai pangas broodstock with high 
genetic variability will be useful and identified improved stocks should be 
distributed to different hatchery owners. 
e True identification of the genetic status of the hatchery stocks can foster greater 
scope for their dissemination through satellite stations ofDoF among commercial 
hatcheries. 
~ New pangas trait from original sources could be collected and supplied to the 
hatchery owner to maintain wider genetic diversity. 
Livelihood implications 
Pangas culture has tremendous livelihood implications for seed producers and growers 
Livelihoods of a considerable number of people are dependant on pangas culture in 
small and large water bodies in Bangladesh. The growth and taste were the main 
concern in pricing. True breeding broodstock with high genetic variation will certainly 
ensure the quality seed production of Thai pangas in the existing hatcheries of the 
country. 
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